. Co-crystal structure of bacterial Vibrio cholerae NA in complex with (A) zanamivir (PDB code 6EKU, this study) and (B) oseltamivir carboxylate (PDB code 6EKS, this study) with enlarged representations of the 2Fo-Fc electron density maps for the bound inhibitors, contoured at 1.0 σ. The bound inhibitor is shown as stick model, VCNA as cartoon model (yellow). ring oxygen 3.14 -1
Here, we analyzed the published co-crystal structures of H1N1-NA in complex with zanamivir and oseltamivir carboxylate (PDB ID codes 3TI5 and 3TI6). Hydrogen bond distances are indicated as derived from COOT analysis. Type of interaction: 1) hydrogen bond (acceptor), 2) hydrogen bond (donor), 3) positive ionization, 4) negative ionization. 
